This article contains data related to the research article entitled "A case study to determine the geographical origin of unknown GM papaya in routine food sample analysis, followed by identification of papaya events 16-0-1 and 18-2-4" (Prins et al., 2016) [1]. Quantitative realtime PCR (qPCR) with targets that are putatively present in genetically modified (GM) papaya was used as a first screening to narrow down the vast array of candidates. The combination of elements P-nos and nptII was further confirmed by amplification and subsequent sequencing of the P-nos/nptII construct. Next, presence of the candidate GM papayas 16-0-1 and 18-2-4 were investigated by amplification and sequencing of event-spanning regions on the left and right border. This data article reports the Cq values for GM elements, the nucleotide sequence of the P-nos/nptII construct and the presence of GM papaya events 18-2-4 and/or 16-0-1 in five samples that were randomly sampled to be analysed in the framework of the official Dutch GMO monitoring program for food.
a b s t r a c t
This article contains data related to the research article entitled "A case study to determine the geographical origin of unknown GM papaya in routine food sample analysis, followed by identification of papaya events 16-0-1 and 18-2-4" (Prins et al., 2016) [1] . Quantitative realtime PCR (qPCR) with targets that are putatively present in genetically modified (GM) papaya was used as a first screening to narrow down the vast array of candidates. The combination of elements P-nos and nptII was further confirmed by amplification and subsequent sequencing of the P-nos/nptII construct. Next, presence of the candidate GM papayas 16-0-1 and 18-2-4 were investigated by amplification and sequencing of event-spanning regions on the left and right border. This data article reports the Cq values for GM elements, the nucleotide sequence of the P-nos/nptII construct and the presence of GM papaya events 18-2-4 and/or 16-0-1 in five samples that were randomly sampled to be analysed in the framework of the official Dutch GMO We show Cq (quantification cycle) values of common elements putatively present in genetically modified papaya to show that a combination of qPCRs can narrow down the suspect known GM papaya events.
Using the forward primer of a promoter and a reverse primer of a coding sequence in PCR and subsequent sequencing of the amplicon reveals part of the construct P-nos/nptII.
We show that PCR with event-specific primers for the left and right border of GM papaya 16-0-1 and 18-2-4 confirms the presence or absence of the GM papaya(s) in food samples.
Data
The data presented in this article show the Cq values of the available qPCRs for known GM elements in GM papaya ( Table 1 ). The nucleotide sequence (partial) of the P-nos/nptII construct (Fig. 1) , and the event-specific borders of GM papaya are presented (Table 2 ). Data were obtained by extracting DNA from five papaya samples.
Experimental design, materials and methods

Materials
The analytes consisted of five different papaya food supplements that were sold as capsules with dried and powdered papaya, or papaya powder. See [1] for detailed information.
DNA extraction
According to [1] , in brief, the Promega Wizard s Magnetic DNA Purification system for food (Promega, Madison WI, USA) was used according to the manufacturer's protocol with minor modifications. A Nanodrop spectrophotometer (ND-1000, Montchanin, DE, USA) was used to quantify and assess the purity of the DNA.
Primers and probes
Primer and probes used for the detection of targets described in Table 1 , the amplification and sequencing of the partial P-nos/nptII cassette (Fig. 1) , and the amplification and sequencing of the left border and right border of events 16-0-1 and 18-2-4 (Table 2), are given in Prins et al. [1] .
PCR reactions
qPCR was performed on a CFX (Bio-Rad). qPCR trace files were analysed with the Bio-Rad CFX manager software version 3.0. For full PCR conditions, consult [1] .
Amplicon analysis
Samples were bidirectionally sequenced by Macrogen Europe (Amsterdam, the Netherlands) using the forward and reverse primers. Sequence data were analysed using Staden Package software (version 1.6.0: for trimming, aligning, and consensus building), BLAST [2] and Clustal Omega [3] . Fig. 1 . P-nos/nptII 368 bp amplicon generated by conventional PCR combining the nptII forward primer and the P-nos reverse primer (underlined). 
